We report here 1 near-complete genome sequence and 12 complete genome sequences for clinical Capnocytophaga isolates. Total read coverages ranged from 211ϫ to 737ϫ, and genome sizes ranged from 2.41 Mb to 3.10 Mb. These genomes will enable a more comprehensive taxonomic evaluation of the Capnocytophaga genus.
corrected by mapping PacBio reads to them with a mismatch cost of two, and they were further polished by remapping the Illumina reads with a mismatch cost of 3. Discrepancies between the Canu assemblies and the whole-genome optical maps were detected using MapSolver version 3.2 (OpGen, Inc., Gaithersburg, MD, USA) and corrected using the BioEdit version 7.1.9 sequence-editing tool (17) . All final assemblies were submitted to NCBI for archiving and annotation with Prokaryotic Genome Annotation Pipeline (PGAP) version 4.2.
Accession number(s).
The genome sequences of the Capnocytophaga isolates reported here have been deposited in DDBJ/ENA/GenBank under the accession numbers listed in Table 1 .
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